FIG. 1 : SEQ ID N0:1 - 
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FIG. 2 : SEQ ID N0:2 
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FIG. 3 
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MOUSEGN_CHR7-36867 ATGAACTCGTGGGACGCGGGCCTGGCGGGGCTGCTGGTGGGCACTATCGGCGTGTCGCTG 
SEQUENCEJ 1 5_ ATGAACTCGTGGGACGCGGGCCTGGCGGGGCTACTGGTGGGCACGATGGGCGTCTCGCTG 



MOUSEGN_CHR7-36867 CTGTCCAACGGGCTGGTGCTGCTCTGCCTCCTGCACAGCGCTGACATCCGCCGCCAGGCG 
SEQUENCE_1 1 5_ CTGTCCAACGCGCTGGTGCTGCTCTGCCTGCTGCACAGCGCGGACATCCGCCGCCAGGCG 



MOUSEGN_CHR7-36867 CCGGCGCTCTTCACTCTCAACCTCACGTGTGGCAACCTGCTGTGTACCGTGGTCAACATG 
SEQUENCEJ 1 5_ ^CCGGCGCTCTTCACCCTGAACCTCACGTGCGGGAACCTGCTGTGCACCGTGGTCAACATG 



MOUSEGN_CHR7-36867 CCACTAACACTGGCCGGCGTCGTGGCACAACGGCAGCCGGCCGGGGACCGCCTGTGCCGC 
SEQUENCEJ 1 5_ CCGCTCACGCTGGCCGGCGTCGTGGCGCAGCGGCAGCCGGCGGGCGACCGCCTGTGCCGC 



MOUSEGN_CHR7-36867 CTGGCCGCCTTCCTCGACACCTTTCTGGCCGCCAACTCCATGCTCAGCATGGCCGCGCTC 
SEQUENCE_1 1 5_ CTGGCTGCCTTCCTCGACACCTTCCTGGCTGCCAACTCCATGCTCAGCATGGCCGCGCTC 



MOUSEGN_CHR7-36867 AGCATCGACCGCTGGGTGGCTGTGGTCTTTCCGCTGAGCTACCGTGCCAAGATGCGCCTC 
SEQUENCE_1 1 5_ AGCATCGACCGCTGGGTGGCCGTGGTCTTCCCGCTGAGCTACCGGGCCAAGATGCGCCTC 



MOUSEGN_CHR7-36867 CGAGATGCCGCCTTCATGGTGGCCTACACGTGGCTGCACGCGCTCACCTTCCCGGCCACC 

SEQUENCE_1 1 5_ CGCGACGCGGCGCTCATGGTGGCCTACACGTGGCTGCACGCGCTCACCTTCCCAGCCGCC 
** ** ** ** **************************************** *** ** 



MOUSEGN_CHR7-36867 GCGCTCGCCCTGTCCTGGCTCGGCTTCCACCAGCTATATGCCTCGTGCACACTGTGCAGC 
SEQUENCE_1 1 5_ ^CGCTCGCCCTGTCCT^CTCGGCp-CCACCAGCTGTACGCCTCGTGCACGCTGTGCAG^ 



MOUSEGN_CHR7-36867 CGGCGGCCGGACGAGCGCCTGCGCTTTGCTGTCTTCACCAGCGCCTTCCATGCGCTCAGC 

SEQUENCEJ 1 5_ CGGCGGCCAGACGAGCGCCTGCGCTTCGCCGTCTTCACTGGCGCCTTCCACGCTCTCAGC 
******** ***************** ** ******** ********** ** ****** 



MOUSEGN_CHR7-36867 TTCCTGCTCTCCTTCATCGTGCTCTGCTTCACGTACCTCAAGGTGCTCAAGGTGGCCCGC 

SEQUENCEJ 1 5_ TTCCTGCTCTCCTTCGTCGTGCTCTGCTGCACGTACCTCAAGGTGCTCAAGGTGGCCCGC 
*************** ************ ******************************* 



MOUSEGN_CHR7-36867 TTCCACTGCAAGCGCATCGACGTGATCACCATGCAGACGCTTGTGCTGTTGGTGGACATA 

SEQUENCE_1 1 5_ TTCCATTGCAAGCGCATCGACGTGATCACCATGCAGACGCTGGTGCTGCTGGTGGACCTG 
***** *********************************** ****** ******** * 



MOUSEGN_CHR7-36867 CACCCCAGTGTGAGGGAACGGTGTCTGGAGGAACAGAAGCGGAGGCGACAGCGTGCCACC 

SEQUENCEJ 1 5_ CACCCCAGTGTGCGGGAACGCTGTCTGGAGGAGCAGAAGCGGAGGCGACAGCGAGCCACC 
************ ******* *********** ******************** ****** 



MOUSEGN_CHR7-36867 AAGAAGATCAGCACCTTCATAGGGACCTTCCTTGTGTGCTTTGCACCCTATGTGATTACC 

SEQUENCE_1 1 5_ AAGAAGATCAGCACCTTCATAGGGACCTTCCTTGTGTGCTTCGCGCCCTATGTGATCACC 
***************************************** ** *********** *** 



MOUSEGN_CHR7-36867 AGGCTGGTGGAACTCTTCTCCACAGCACCCATTGGCTCTCACTGGGGAGTGCTGTCCAAG 
SEQUENCE_1 1 5_ AGGCTAGTGGAGCTCTTCTCCACGGTGCCCATCGGCTCCCACTGGGGGGTGCTGTCCAAG 



MOUSEGN_CHR7-36867 TGCTTGGCCTACAGCAAGGCCGCTTCTGACCCCTTCGTGTATTCCTTGCTGCGACACCAA 
SEQUENCE_1 1 5_ TGCTTGGCGTACAGCAAGGCCGCATCCGACCCCTTTGTGTACTCCTTACTGCGACACCAG 



MOUSEGN_CHR7-36867 TACCGCAGGAGCTGCAAGGAGCTCCTGAACAGGATCTTCAACAGACGCTCCCTTCACTCT 
SEQUENCE_1 1 5_ TACCGCAAAAGCTGCAAGGAGATTCTGAACAGGCTCCTGCACAGACGCTCCATCCACTCC 



MOUSEGN_CHR7-36867 GTGGGCCTCACAGGTGACTCTCACAGCCAGAACATTCTGCCAGTGTCGGAA--- 
SEQUENCE_1 1 5_ TCTGGCCTCACAGGCGACTCTCACAGCCAGAACATTCTGCCGGTGTCTGAGTGA 



Figure 4: Alignment of human and mouse GPCR #115 
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